, related to Figure 1 This figure describes the data from the proteomic analysis of the two distinct complexes identified in Figure 1C . Figure S1A shows a silver stain of the proteins in the two complexes that were subjected to mass spectrometry. Figure S1B ,C integrates the data from Mass Spectrometry with previous data on proteins interacting with Pol II and RPAP2. Figure 5C , relative to the effect on Pol II, show in Figure 5E . This supports the notion that loss of Int5 and Int11 is not solely due to loss of Pol II. Panels (B), (C), (D) and (E) show the effect of knock down of Int4 on processing of transcripts of U2 snRNA genes, transcription, Pol II levels and Int11 association, as a comparison to the effects of RPAP2 knockdown described in Figure 5A -E. Figure S6 , related to Figure 6 This figures shows that antibodies to phospho-Ser2, -Ser5 and -Ser7 recognise the CTD specifically after in vitro phosphorylation with purified P-TEFb. This in vitro-phosphorylated CTD was used for the experiments in Figure 6C ,D. Table S1 and Table S2 (related to Figure 1) give the proteins in the two complexes identified by Mass Spectrometry. Figure S1 , Table 2 . List of the interaction partners of RPAP2 within the SC and the LC after removal of frequent Flag-IP contaminant proteins (Dunham et al., 2011) . Mascot score, number of peptides, % coverage and emPAI values are indicated for each protein (positive identification: at least 2 unique peptides with length greater than 8 amino-acids, Mascot score≥60). 
Mass spectrometry analysis
The sample was run just 5mm into the top of a 4-12% gradient gel. The top of the gel was excised and chopped into 1mm 3 cubes and destained with 25 mM ammonium bicarbonate in 50% acetonitrile. The gel pieces were reduced with 10 mM DTT at 37°C for 30 minutes and alkylated with 55mM iodoacetamide for 1 hour and digested with trypsin for 16 hours. Digests were stopped by addition of acetic acid and the peptides desalted on an in-house manufactured C18 device. Tryptic digests were analysed on a Thermo LTQ orbitrap mass spectrometer coupled to a Dionex U3000 nano HPLC system. Samples were analysed on 120 minutes LC/MS/MS gradient on a 15 cm long by 75 micron inner diameter nano-column packed in-house with C18 material (Reprosil-Pur C18-Aq, 3 micron diameter beads, Dr Maisch). Mass spectrometer was run in a data-dependent "Top 5" method in which 2+, 3+ and 4+ ions were selected for fragmentation. Data were analysed using Mascot searched against IPI human (ipi. HUMAN.v3.76) . Mass tolerance for precursor was 20 ppm and fragment mass tolerance was 0.5 Da. Fixed
